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Abstract Nucleotide Databases i ati -
Strac ucieotide atd Organization of Genomic Data @ NCBI
NCBI provides BLAST services through the BLAST homepage, where the public can search against the nucleotide The figure to the right summarizes ways data |
database (NT), the non-redundant protein database (NR), a set of NCBI Reference Sequence Project (RefSeq) ge- (both sequence and metadata) are organized refseq_genomes "Efsfq_ma
nomic sequences, and their annotated RNA or protein sequences. In this presentation, we will describe new fea- and stored at NCBI. Understanding it will help Data Organized Through / Data Housed In
/
tures contained in the recently updated BLAST result pages that significantly enhance the page’s usability. We we locate needed data more effectively. - ‘-‘hmm:“ /
describe the available RefSeq genomic databases and their relationship with genome records in NCBI’s assembly . !
database, which will enable more rational selection of databases and their taxonomic subset during a BLAST These two refseq databases are in the stand- Assembly database | | _ 7
. ] ] . . (also Bioproject & Genome) Scaffolds Nucleotid
search. We will also cover alternative ways to access genomic sequences of interest, through assembly records ard set of BLAST databases accessible from  wesTsA
on the web or FTP, for use in local standalone BLAST. oamemayamee SRS - search pages listed in the Web BLAST section - browsor]
BLAST Home RecentResults  Saved Strategies  Help
of the BLAST homepage.
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Reside at its own domain (blast.ncbi.nim.nih.gov, 2006) with an Sta n d d rd N U CIEOtl d e D) .5, [fatonal Lerary of Mediene el
. . Web BLAST
reorganized homepage (2016, right) BLAST Databases
. Offer easy access to core BLAST programs and a standard set of
nucleotide and protein sequence collections as target databases v b e _ General purpose & default
. Allow focused genomic data access through the BLAST Genomes *NT: Works fine for general purpose searches, but most eukaryotic genomes are NOT in it
Search box BLAST Genomes Transcripts
. Also provide access to specialized sequence analysis tools in *Refseq_rna: Curated or annotated mRNA and rRNA from NCBI RefSeq
“Specialized searches” section eerdatone and API BLAST eTSA: transcriptome assembly from submitters
. A well utilized set of services that serves over 50K users and Koo I T LSO 8 trrio O *SRA: RNA-seq
does 350K interactive searches daily on average. Specialized searches Genomic Sequences
e S S B eRefseq_genomic: all genomic sequences (contigs, scaffolds, and full chromosomes), highly redundant
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. . v Featured (6)
Data bases and SUbSEt. Choose Search Set tlve genomes from the above, mOStly FTP - FTP Download B - Organism-specific BLAST AR - Annotation Report GDV - Genome Data Viewer
. S@IECt the proper data base from pU“dOwn menu Database *® Standard databases (nr etc.): /rRNA/TS databases ‘. Genomic + transcript one set for a given Organism
. . . . . Nucleotide collection (nr/nt) v & . Species RefSeq assembly(ies) Annotation Release Freeze Date Release Date Links
* SpeCIfy a SUbset USIng Organlsm InpUt & Other prESEt ﬁl- Organism —_— (prOka rVOteS are excephons) Homo sapiens (human) GRCN38.p13 (GCF_000001405.39) 109.20191205 2019-12-05 2019-12-09 FTP B AR GDV
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ters (Entrez query no Ionger available for bIastp) i Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown & *WGS: whole genome shotgun contigs Mus musculus (house mouse) GRCm38.p6 (GCF_000001635.26) 108 2019-07-12  2019-08-08 FTP B AR GDV
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Search stringency settings: Optionst e el *SRA: Raw nextgen reads Rn_Celera (GCF_000002265 2)
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Access Other /less- =y — |
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Filter Results “Web BLAST” section, set WGS, TSA, or SRA as the database, then apply organism or project-based limit. Using “WGS
e L RS o e e : Project” or “TSA Project” option and the letter initial of the project offers more reliable performance. For SRA, experi-
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- ———— box, S) to remove hits from the source organism . ,
| . This approach uses the -remote option of the standalone blast+ package. We need to know how to call the database of
Filter Results that dominates the matches _ , _ _ i _
ophicsummary  Agments  Taonomy | —— : : : : interest, and we can look up the database information through Entrez Programming Utilities or EntrezDirect:
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Sequences producing significant alignments Shigella (taxid:620) . . .
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. Filter by value ranges (¥) to see desired sub- wowoe w e BLAST Access to Genomic Data Locally

set of results satisfying the input criteria.
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